PRoMT: inferring demographic history from DNA sequences.
I describe a parallel implementation of Rogers' mismatch algorithm, a method for making inferences about demographic history from DNA sequence data. The program is distributed on clusters of workstations, providing a substantial speedup and low execution times on large numbers of nodes. Source code and documentation are available at http://mombasa.anthro.utah.edu/wooding/ stephen.wooding@anthro.utah.edu